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gtttctctcc ctgcccccgc gacttcgcgc 

! ggagaccctg gggaggtgaa agtcagagag 

\ cctccccgcg gggtaaggcg ggcaccccgc 

acccagctct gggcccagac gccgctcacc 

ttccaggacc ttaccaggcg gccactgggc 

atgaagagac agtggctgtt aacagttatt 

caactacggg gcttgtgacg gggcctgatg 

cccagccagc gcccatcccc aataacaatc 

accccatcac ctttttggac cgccctatcc 

tcgtgagtca gctgtcctat aacgccggtg 

gcctgctggg ggtgcatagc gggctgctgc 

gacgtggacc attactgtcc caactgcaga 

gactcagcca gacgtggagg gagccgggtg 

gcttcacgcc tggtggaggt tctgccctgg 

atgtcttctt ttggggggaa tacgtcgcaa 

ctgcttggag tcgtgcatag gacttgcaaa 

ttcctgcctc cctgagaccc tgagtcctgc 

tatcttcctg tgatctgcca tcagtggctc 

ggcagtctca aactgagaag ccacagttgc 

cggctgaacc agcctttagt gcctaccatt 

caaagatctt gccttacaga ctttacaggc 

cattagcaca cagattcact ttaatttctt 

attaacaccc agtacagaca tatccacaag 

ggatcttatc actgccctgt ctccccttgt 

ccatacaggg atttttttct catagagtaa 

ggtctgaaat acttttgaac agaatttctt 

actatgttgc ccaggctggt gtcgaactcc 

cccgaagtgc tgggattgca ggcataagct 

ggaggattta taaaaccatt ttctgtaatc 

atgtagtctc acttaaaaaa aaaaaaaaaa 



aagatccggg aaggacaccc gaggcccctg 60 
cgaagcgggc cgtggcccct aggcctgacc 12 0 
gagcgcaggg gtcctcttac tgctgatggc 180 
gtccaccgcc ggtgctgggt aaaatgtcgg 240 
cttcctcagc accatccgca cctccatcct 300 
accccacacc tccagctccc atgcctgggc 360 
ggaagggcat gaatcctcct tcgtattata 420 
caattaccgt gcagacggtc tacgtgcagc 480 
aaatgtgttg tccttcctgc aacaagatga 54 0 
ctctgacctg gctgtcctgc gggagcctgt 600 
ttcatcccct tctgcgtgga tgccctgcag 660 
gctctcctgg gcacctacaa gcgtttgtag 720 
ccgcaggaag tcctttccac ctctcatcca 780 
tggtctcacc tctccagggg gcccaccttc 840 
aactaacaaa tctccaaacc ccagaaattg 900 
gacattcccc ttgagtgtca gttccacggt 960 
catctaactg tgatcattgc cctatccgaa 1020 
ttttttcctg cttccatggg cctttctggt 1080 
cttatttttg aggctgttct gcccagagct 1140 
atcttatccg tctcttcccg tccctgatga 1200 
ttggctttga gattctgtaa ctgcagactt 1260 
aatttttttt ttaaatacaa ggagggggct 1320 
gtcgtaaatg catgctagaa aaatagggct 1380 
ttctctgtgc cagatcttca gtgccccttt 1440 
ttatatgaac agtttttatg acctcctttt 1500 
ttttttaaaa aaaaacagag atggggtctt 1560 
tgggctcaag cgatccttct gccttggcct 1620 
accatgctgg gcctgaacat aatttcaaga 1680 
aaatgattgg tgtcattttc ccatttgcca 1740 
aaa 1773 
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